EAST Search History 



Ref 
# 


Hits 


Search Ouerv 


DBs 


Default 
Operator 


Plurals 


Time Stamn 


LI 


17 


fOf 1 adj atpase 


US-PGPUB; 
USPAT; 
EPO" JPO* 
DERWENT 


OR 


OFF 


2006/05/12 14:03 


L2 


11 


fOfl-atpase 


US-PGPUB; 
USPAT; 
EPO' JPO" 
DERWENT 


OR 


OFF 


2006/05/12 14:03 


L3 


123 


H+-atpase 


US-PGPUB; 
USPAT; 
EPO: JPO: 
DERWENT 


OR 


OFF 


2006/05/12 14:03 


L4 


214 


H+ adj atpase 


US-PGPUB; 
USPAT; 
EPO" JPO* 
DERWENT 


OR 


OFF 


2006/05/12 14:03 


L5 


230 


LI or L2 or L3 or L4 


US-PGPUB; 
USPAT; 
EPO* JPO' 
DERWENT 


OR 


OFF 


2006/05/12 14:03 


L6 


6 


L5 and (tomita.in. or yokota.in.) 


US-PGPUB; 
USPAT; 
EPO' JPO- 
DERWENT 


OR 


OFF 


2006/05/12 14:03 


SI 


33711 


method and biotinylat$ 


US-PGPUB; 
USPAT; 
EPO - JPO* 
DERWENT 


OR 


OFF 


2006/05/12 11:06 


S2 


899 


(method and biotinylat$).clm. 


US-PGPUB; 
USPAT; 
EPO* JPO- 
DERWENT 


OR 


OFF 


2006/05/12 11:10 


S3 


17 


S2 and biotinylat$.ti. 


US-PGPUB; 
USPAT; 
EPO- IPO- 
DERWENT 


OR 


OFF 


2006/05/12 12:40 


S4 


17 


fOf 1 adj atpase 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2006/05/12 12:41 


S5 


11 


fOfl-atpase 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2006/05/12 12:41 



5/12/06 2:04:20 PM 



Page 1 



EAST Search History 



S6 


123 


H+-atpase 


US-PGPUB; 
USPAT; 
EPO' JPO' 
DERWENT 


OR 


OFF 


2006/05/12 12:41 


S7 


214 


H+ adj atpase 


US-PGPUB; 
USPAT; 
FPO IPO 

DERWENT 


OR 


OFF 


2006/05/12 12:41 


S8 


230 


S4 or S5 or S6 or S7 


US-PGPUB; 
USPAT; 
cpn- ipo 

DERWENT 


OR 


OFF 


2006/05/12 14:03 


S9 


4 


S8 and ammoniagenes 


US-PGPUB; 
USPAT; 
FPO- IPO 

DERWENT 


OR 


OFF 


2006/05/12 12:41 


S10 


31 


S8 and (coryneform or 
corynebacterium) 


US-PGPUB; 
USPAT; 
fpd- ipo 

DERWENT 


OR 


OFF 


2006/05/12 12:44 


Sll 


47 


S8 and subtilis 


US-PGPUB; 
USPAT; 

FPO* IPO 
DERWENT 


OR 


OFF 


2006/05/12 12:44 


S12 


17 


fOfl adj atpase 


US-PGPUB; 
USPAT; 
fpo ipo 

DERWENT 


OR 


OFF 


2006/05/12 13:17 


S13 


11 


fOfl-atpase 


US-PGPUB; 
USPAT; 

DERWENT 


OR 


OFF 


2006/05/12 13:17 


S14 


123 


H+-atpase 


US-PGPUB; 
USPAT; 

FPO IPO 

DERWENT 


OR 


OFF 


2006/05/12 13:17 


S15 


214 


H+ adj atpase 


US-PGPUB; 
USPAT; 

ErVf Jr\Jf 

DERWENT 


OR 


OFF 


2006/05/12 13:17 


S16 


230 


S12 or S13 or S14 or S15 


US-PGPUB; 
USPAT; 
EPO; JPO; 
DERWENT 


OR 


OFF 


2006/05/12 14:03 



5/12/06 2:04:20 PM 
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Entrez PubMed 



Page 1 of 1 



NCBI 



All Databases 



Search {PubMed 



About Entrez 
NCBI Toolbar 

Text Version 

Entrez PubMed 

Overview 

Help | FAQ 

Tutorials 

New/Noteworthy 

E-Utilities 



Publffted 



A service of the National library of Medicine 
and the National Institutes of Health 



PubMed 



Nucleotide 



Protein 



pubmed.gov 

Genome 



My NCBI 

[Sign In] [Reg 



Structure 



OMIM 



PMC 



Journals 



M for 



11111 



Be 

ill II 



Limits Preview/Index 



History Clipboard 



Details 



Search History will be lost after eight hours of inactivity. 
To combine searches use # before search number, e.g., #2 AND #6. 
Search numbers may not be continuous; all searches are represented. 
Click on query # to add to strategy 



Search Most Recent Queries 

#6 Search ammoniagenes 
#4 Search #3 AND ammoniagenes 
#3 Search "Proton-Translocating ATPases" [MeSH] 



Time Result 

12:18:20 141 
12:17:52 0 
12:17:27 8670 



Clear History ,| 

Single Citation Matcher 
Batch Citation Matcher 
Clinical Queries 
Special Queries 
LinkOut 
My NCBI 



PubMed Services 
Journals Database 
MeSH Database 



Related Resources 
Order Documents 
NLM Mobile 
NLM Catalog 
NLM Gateway 
TOXNET 
Consumer Health 
Clinical Alerts 
ClinicalTrials.gov 

PubMed Central 



Write to the Help Desk 
NCBI | NLM | NIH 
Department of Health & Human Services 
Privacy Statement I Freedom of Information Act I Disclaimer 



May 9 2006 14:13:00 



http://wvw.ncbi.nlm.mh.go 
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EC 3.6.3.14 



Page 1 of 2 



IUBMB Enzyme Nomenclature 

EC 3.6.3.14 

Common name: H + -transporting two-sector ATPase 
Reaction: ATP + H 2 0 + H + in = ADP + phosphate + H + out 
Glossary: F 0 the "o" refers to oligomycin. F 0 is incorrect. 

Other names: ATP synthase; F r ATPase; F 0 F r ATPase; H + -transporting ATPase; mitochondrial 
ATPase; coupling factors (F 0 , ¥ x and CF t ); chloroplast ATPase; bacterial Ca 2+ /Mg 2+ ATPase 

Systematic name: ATP phosphohydrolase (IP-transporting) 

Comments: A multisubunit non-phosphorylated ATPase that is involved in the transport of ions. Large 
enzymes of mitochondria, chloroplasts and bacteria with a membrane sector (F 0 , V 0 , A 0 ) and a 
cytoplasmic-compartment sector (F p V p A^. The F-type enzymes of the inner mitochondrial and 
thylakoid membranes act as ATP synthases. All of the enzymes included here operate in a rotational 
mode, where the extramembrane sector (containing 3 a- and 3 p-subunits) is connected via the 8-subunit 
to the membrane sector by several smaller subunits. Within this complex, the y- and e-subunits, as well 
as the 9-12 c subunits rotate by consecutive 120° angles and perform parts of ATP synthesis. This 
movement is driven by the H + electrochemical potential gradient. The V-type (in vacuoles and clathrin- 
coated vesicles) and A-type (archebacterial) enzymes have a similar structure but, under physiological 
conditions, they pump H + rather than synthesize ATP. 

Links to other databases: BRENDA . EXPASY . KEGG, ERGO . PDB, CAS registry number: 
References: 

1. Boyer, P.D. The binding change mechanism for ATP synthase - some probabilities and possibilities. 
Biochim. Biophys. Acta 1 140 (1993) 215-250. [Medline UI: 93112640 ] 

2. Abrahams, J.P., Leslie, A.G.W., Lutter, R. and Walker, J.F. Structure at 2.8 A resolution of F r 
ATPase from bovine heart mitochondria. Nature 375 (1994) 621-628. [Medline UI: 94344236 ] 

3. Blair, A., Ngo, L., Park, J., Paulsen, I.T. and Saier, M.H., Jr. Phylogenetic analyses of the 
homologous transmembrane channel- forming proteins of the F 0 Fj-ATPases of bacteria, chloroplasts and 
mitochondria. Microbiology 142 (1996) 17-32. [Medline UI: 96146047 ] 

4. Noji, H., Yasuda, R., Yoshida, M. and Kinosita, K., Jr. Direct observation of the rotation of F r 
ATPase. Nature 386 (1997) 299-302. [Medline UI: 97222141 ] 

[EC 3.6.3.14 created 1984 as EC 3.6.1.34, transferred 2000 to EC 3.6.3.14] 



Return to EC 3.6.3 home page 

http://www.chem.qmul.ac.Uk/iubmb/enzyme/EC3/6/3/14.html 



5/12/06 



EC 3.6.3.14 



Return to EC 3.6 home page 
Return to EC 3 home page 
Return to Enzymes home page 

Return to TUB MB Biochemical Nomenclature home page 



http://www.chem.qmul.ac.iik/iubmb/enzyme/EC3/6/3/14.html 



Search Strategy for 10/694,779 



(FILE ' HOME 1 ENTERED AT 14:04:27 ON 12 MAY 2006) 

FILE 1 REGISTRY 1 ENTERED AT 14:05:15 ON 12 MAY 2006 
LI 9 S 3.6.3.14 

E "3.6.3.14"/CN 25 

E "ATPASE"/CN 25 
L2 1 S E3 

FILE 'MEDLINE, AGRICOLA, CAPLUS, BIOSIS, EMBASE, WPIDS ■ ENTERED AT 

14:10:39 ON 12 MAY 2006 
L3 3 S (L2 OR ATPASE) AND AMMON I AGENE S 

L4 2 DUP REM L3 (1 DUPLICATE REMOVED) 

FILE 1 CAPLUS 1 ENTERED AT 14:12:04 ON 12 MAY 2006 
E TOMITA F/AU 25 
L5 252 S (E18) 

E YOKOTA A/AU 25 
L6 157 S (E29) 

L7 15 S (L5 OR L6) AND ATPASE 

L8 15 DUP REM L7 (0 DUPLICATES REMOVED) 

L9 15 S L8 

L10 1 S L8 AND AMMON I AGENE S 

= > 



My Research 



Page 1 of 2 



ProQuest 9 



Return to the USPTO NPL Paae I Help 



0 marked items 



Interface language: 
[ English 



Databases selected: ProQuest Dissertations and Theses - Full Text 

My Research « Back to Results 

• Create a web pag e with links to your articles, searches, and publications. 

Marked Documents Recent Searches I Visited Publications 

Marked Documents lets you save documents you find useful. To add documents to your marked items: 

• With Results displayed-Select the check box to the left of a document title. 

• With a document displayed-Select the "mark document" check box on the document display page. 

Once you have documents marked, you can create your bibliography, email marked documents, export citations, 
or create a web page with links to your articles. 

* The maximum number of documents you can save is 50. 



Recent Searches 

1. atpase Set Up Alerts 

Database: ProQuest Dissertations 
and Theses - Full Text 
Look for terms in: Citation and 
abstract 

Publication type: All publication 
types 



Marked Documents | Visited Publications 
3307 results as of May 12, 2006 



2. atpase and ammoniagenes Set Up Alert E£3 

Database: ProQuest Dissertations 
and Theses - Full Text 
Look for terms in: Citation and 
abstract 

Pubiication type: All publication 
types 



0 results as of May 12, 2006 



Visited Publications Marked Documents | Recent Searches 

Visited Publications displays the publications that you have viewed during your session. To add publications: 

• Enter a publication search. 

• Click on publication titles to view details. 

• Links to your recent searches will be included here. 

Once you have items listed in your visited publication, you can create a web page with links to your publications. 



http://proquest.ximixom/pqdweb?RQT-532&MRR=R&TS=1147457786&^ 5/12/06 



My Research 



Page 2 of 2 



A Back to Top 

Copyright © 2006 ProQuest Information and Learning Company. All rights reserved. Terms and Conditions 

Text-onlv interface 



Protest 



COMMNY 



http://proquest.umixom/pqdweb?RQT=532&MRR=R&TS=1147457786&clientId=19649 5/12/06 



SCORE Search Results Details for Application 10694779 and Search Result us- 10-694-7... Page 1 of 2 



GenCore version 5.1.7 

Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic 



Run on: 



nucleic search, using sw model 
March 17, 2006, 10:56:35 



Search time 45481 Seconds 

(without alignments) 

11873.371 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



US-10-694-779-21 
9500 

1 acctcgtatgggcagtaatt . 



. acgggcaacgcgtccgcggg 9500 



I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 5883141 seqs, 28421725653 residues 

Total number of hits satisfying chosen parameters: 



11766282 



Minimum DB seq length: 
Maximum DB seq length: 



2000000000 



Post -process ing : 



Database 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

GenEmbl : * 
1 : gb_ba : * 
2 : gb_in : * 
3 : gb_env : * 
gb_om : 
gb_ov : 
gb_pat : 
gbjph : 1 
gb_pr : < 
gb_ro : ' 
gb_sts : i 
gb_sy : * 
gb_un : * 
gb_vi : * 
gb_htg : * 
gb_pl : * 



4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 



: * 
. * 



: * 
: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
NO. 



Score 



% 

Query 

Match Length DB 



ID 



Description 



1 


9500 


100 


.0 


9500 


6 


BD133267 


BD133267 FOFl-ATPa 


2 


4259 


44 


.8 


110000 


1 


BA000035_13 


Continuation (14 o 


3 


4229 


44 


.5 


349459 


1 


BX927151 


BX927151 Corynebac 


4 


4227.4 


44 


.5 


110000 


1 


BA000036_12 


Continuation (13 o 


5 


4227.4 


44 


.5 


349980 


6 


AX127147 


AX127147 Sequence 


6 


4131.2 


43 


.5 


8394 


1 


AB046112 


AB046112 Corynebac 


7 


4130 


43 


.5 


8001 


1 


AB048368 


AB048368 Brevibact 



http://es/ScoreAccessWeb/GetItem.action?AppId=10694779&seqId=474764&ItemName=us... 5/12/06 



SCORE Search Results Details for Application 10694779 and Search Result us-10-694-7... Page 2 of 2 





8 


4060 


. 4 


42 


, 7 


347625 


1 


BX248356 




BX248356 Corynebac 


c 


9 


3723 


. 8 


39 


. 2 


110000 


1 


CR931997 


15 


Continuation (16 o 




10 


2596 


. 8 


27 


. 3 


110000 

X> JLt V w V v 


1 


AP006618 


11 


Continuation (12 o 


c 


11 


1863 


. 8 


19 


. 6 


110000 


1 


CP000088~ 


28 


Continuation (29 o 




12 


1798 


. 4 


18 


. 9 


302325 


1 


AE017236 




AE017236 Mycobacte 




13 


1798 


. 2 


18 


. 9 


7760 


1 


AY702091 




AY702091 Nonomurae 




14 


1750 


. 8 


18 


. 4 


299450 


1 


BX248338 




BX248338 Mycobacte 




15 


1749 


. 2 


18 


. 4 


110000 


1 


AE000516 


14 


Continuation (15 o 




16 


1749 


. 2 


18 


, 4 


348264 


1 


BX842576 




BX842576 Mvcobacte 




17 


1735 


. 2 


18 


. 3 


110000 

JL -i- V \s V \J 


1 


AE016822 


06 


Continuation (7 of 




18 


1735 


. 2 


18 


. 3 


110000 


1 


AE016822 


07 


Continuation (8 of 


c 


19 


1732 


. 4 


18 


. 2 


36241 


1 


MLU15186 




U15186 Mycobacteri 


c 


20 


1732 


. 4 


18 


. 2 


36241 


6 


AR345366 




AR345366 Sequence 




21 


1732 


. 4 


18 


.2 


348450 


1 


MLEPRTN4 




AL583920 Mycobacte 


c 


22 


1667 


.2 


17 


. 5 


110000 


1 


AE014295 


12 


Continuation (13 o 


c 


23 


1667 


.2 


17 


. 5 


349980 


6 


AX492782" 




AX492782 Sequence 


Q 


24 


1667 


.2 


17 


. 5 


349980 




AX553949 




AX5S"3949 Sf^CTiifancp 


Q 


25 


1665 


.2 


17 


. 5 


110000 

-L. J. \J \J \J \S 


1 


BA000030 


35 


Cont i riuat - l nn (^fi o 




26 


1662 


.8 


17 


. 5 


300100 

*mJ W W X> W V 


1 


SC0939123 




AL93 9123 Strentomv 




27 


1638 


17 


. 2 


1638 


6 


BD133259 




BD133259 FOFl-ATPa 




28 


1618 


. 8 


17 


. 0 


8560 


1 


SLATPSYNA 


L) L L U U U lJ . -L V X W.CL1 1 O 




29 


1618 


.4 


17 


. 0 


8358 


1 


AY488174 




AY488174 Bifidobac 


c 


30 


1606 


.4 


16 


. 9 


110000 


1 


AE017283_ 


13 


Continuation (14 o 


c 


31 


1474 


.2 


15 


. 5 


8323 


1 


AY488175 




AY488175 Bifidobac 


c 


32 


1474 


.2 


15 


. 5 


20798 


6 


CQ363832 




CQ3 63832 Sequence 




33 


1443 


15 


. 2 


1443 


6 


BD133261 




BD133261 FOFl-ATPa 

X^ X ^ X« W X X v x X> *X X x ix 




34 


1170 


. 8 


12 


. 3 


1572 


6 


AX065635 




AX065635 Sequence 




35 


1159 


12 


. 2 


1764 


6 


AX065633 




AX065633 Secru^npe* 




36 


1158 


.6 


12 


. 2 


1674 


6 


BD163541 




BD163541 Novel ool 




37 


1158 


.6 


12 


. 2 


1674 




AX121424 




AX191494 fiprnipnrp 




38 


1097 


.8 


11 


. 6 


1452 


6 


E09634 








39 


1096 


.2 


11 


. 5 


1452 


1 


CGAS019 




X76R7R P alnl-flmini 




40 


1092 


.6 


11 


.5 


1449 


6 


BD163543 




BD163543 Novel pol 




41 


1092 


.6 


11 


.5 


1449 


6 


AX121426 




AX121426 Sequence 




42 


1073 


11 


.3 


299050 


1 


BX251411 




BX251411 Tropherym 


c 


43 


1073 


11 


.3 


302529 


1 


AE016851 




AE016851 Tropherym 




44 


1054 


.4 


11 


.1 


110000 


1 


AP006840_ 




Continuation (2 of 


c 


45 


1039 


.8 


10 


.9 


349315 


1 


BX572593 




BX572593 Rhodopseu 



http://es/ScoreAccessWeb/GetItem.action?AppId=10694779&seqId=474764&ItemName=us... 5/12/06 



. STIC-Biotech/ChemLib 




From: 

Sent: 

To: 

Subject: 



Steadman, David (AU1652) 

Monday/March 13, 2006 7:02 AM 

STIC-Biotech/ChemLib 

1 0/694,779 sequence search request 



NAME: David Steadman 

AU: 1656 -: 

Date: 3/13/06 ~ ~J p 

Office: Remsen 2B05 ^ rr. 

Mailbox: Remsen 3C70 ^ • -c 

w ; • i 

Please search the following sequence in commercial databases: 

1) Standard search of SEQ ID NO:9 against nucleic acid databases. 

2) Standard search of SEQ ID NO:21 against nucleic acid databases. 



Please align the following sequences: 

SEQ ID NO:9 against SEQ ID NO:21 



Please save results to diskette. 
Thank you very much. 

David J. Steadman, Ph.D. 
Primary Examiner 
Art Unit 1656 

Protein Crystallography and Recombinant Enzymes 
Office: Remsen 2B05 
Mailbox: Remsen 3C70 
Phone: (571) 272-0942 



********************* 

Searcher: 

Searcher Phone: 

Date Searcher Picked up:_ 

Date completed: 

Searcher Prep Time: 

Online Time: 



********************* 

Type of Search 

NA# AA#: 

S/L: Oligomer: 

Encode/Transl : 

Structure #: Text: 

Inventor: Litigation: 



******************** 

Vendors and cost where applicable 

STN: 

DIALOG: 

QUESTEL70RBIT: 

LEXIS/NEXIS: 

SEQUENCE SYSTEM: 

WWW/Internet: 

Other (Specify): 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic 
Run on: 



nucleic search, using sw model 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



March 17, 2006, 13:22:35 



US-10-694-779-21 
9500 

1 acctcgtatgggcagtaatt . 



Search time 1018 Seconds 

(without alignments) 

16588.247 Million cell updates/sec 



.acgggcaacgcgtccgcggg 9500 



I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 



2606114 



1303057 seqs, 888780828 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_NA: * 

1: /cgn2_6/ptodata/l/ina/l_COMB.seq:* 

2 : /cgn2_6/ptodata/l/ina/5_COMB . seq : * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB. seq: * 

5 : /cgn2_6/ptodata/l/ina/H_COMB . seq: * 

6 : /cgn2_6/ptodata/l/ina/PCTUS_COMB . seq: * 

7 : /cgn2_6/ptodata/l/ina/PP_COMB . seq : * 

8 : /cgn2_6/ptodata/l/ina/RE_COMB. seq: * 

9 : /cgn2_6/ptodata/l/ ina/backf ilesl . seq : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 





1 


1749 


.2 


18 


.4 


4403765 


3 


US-09-103-840A-2 




2 


1749 


.2 


18 


.4 


4411529 


3 


US-09-103-840A-1 


c 


3 


1732 


.4 


18 


.2 


36241 


3 


US-08-311-731A-134 




4 


780 


.4 


8 


.2 


10399 


3 


US-08-961-527-160 




5 


758 


.6 


8 


.0 


4815 


3 


US-09-254-504-1 




6 


605 


.2 


6 


.4 


1407 


3 


US-09-252-991A-2510 


c 


7 


605 


.2 


6 


.4 


1416 


3 


US-09-252-991A-24 04 




8 


555 


.2 


5 


.8 


1497 


3 


US-09-489-039A-3622 



Sequence 2, Appli 
Sequence 1, Appli 
Sequence 134, App 
Sequence 160, App 
Sequence 1, Appli 
Sequence 2510, Ap 
Sequence 2404, Ap 
Sequence 3622, Ap 





y 


553 . 6 


b 


Q 
. O 


/Z /U4 


3 


TTO 


A Q 

u y - 


O A O 

y uz - 


C A A 1 

b4 U - Xz /3 


sequence 


IOOI AM 
1 Z / 0 , Ap 




10 


C C "3 

553 


b 


. O 


t /i a a 
144b 


3 


TIC 


A Q 

u y - 


O A O 

y uz - 


b4 U - b / 1 Z 


Sequence 


b / / z , Ap 




T 1 
X 1 


C /l Q A 

b4 y . 4 


b 


Q 
. O 


i a i a 
14 lb 


J 


Uo - 


AQ_ 

u y 


1 no _ 
xu / - 


A^1_OOQ1 
400-ZZOX 


Dcqucncc 


0 0 ft 1 7\r^ 

z z 0 j. , /vp 




1 O 

1 z 


b4 o 


b 


Q 


14 u / 


0 
0 


TTG _ 

Uo - 


AQ_ 

u y 


b 00 - 


1 t n _ 0 0 c 
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GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



March 17, 2006, 19:49:10 ; Search time 1832 Seconds 

(without alignments) 
12091.269 Million cell updates/sec 

US-10-694-779-21 
9500 

1 acctcgtatgggcagtaatt acgggcaacgcgtccgcggg 9500 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 8023312 seqs, 1165852854 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



16046624 



Database 



Published_Applications_NA_New: * 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 



/cgn2_6/ptodata/l/pubpna/US08_NEW_PUB . seq : * 
/cgn2_6/ptodata/l/pubpna/US06_NEW_PUB. seq: * 
/cgn2_6/ptodata/l/pubpna/US07_NEW_PUB. seq:* 
/cgn2_6/ptodata/l/pubpna/PCT_NEW_PUB . seq : * 
/cgn2_6/ptodata/l/pubpna/US09_NEW_PUB . seq : * 
/cgn2_6/ptodata/l/pubpna/US09_NEW_PUB . seql : * 
/cgn2_6/ptodata/l/pubpna/US10_NEW_PUB . seq : * 
/cgn2_6/ptodata/l/pubpna/US10_NEW_PUB. seql : * 
/cgn2_6/ptodata/l/pubpna/USll_NEW_PUB. seq: * 
/cgn2_6/ptodata/l/pubpna/USll_NEW_PUB . seq2 ; 
/cgn2_6/ptodata/l/pubpna/USll_NEWJPUB . seq3 : 
/cgn2_6/ptodata/l/pubpna/USll_NEW_PUB . seq4 : 
/cgn2_6/ptodata/l/pubpna/US60_NEW_PUB . seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



Result 
No. 



Score 



% 

Query 

Match Length DB 



SUMMARIES 



ID 



Description 
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Sequence 167, App 
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GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 



March 15, 2006, 05:44:57 



US-10-694-779-9 
912 

1 atgtgcgacggagtccgtag. 



Search time 1112 Seconds 

(without alignments) 

5466.007 Million cell updates/sec 



. cacttcacgcagactcgcac 912 



Scoring table: I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



4996997 seqs, 3332346308 residues 



Total number of hits satisfying chosen parameters: 



9993994 



Minimum DB seq length: 
Maximum DB seq length: 



2000000000 



Post-processing: 



Database 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

N_Geneseq_21 : * 



1 

2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 



geneseqnl980s : * 
geneseqnl990s : * 
geneseqn2000s : * 
geneseqn2001as : * 
geneseqn2001bs : * 
geneseqn2002as : * 
geneseqn2002bs : * 
geneseqn2003as : * 
geneseqn2003bs : * 
geneseqn2003cs : * 
geneseqn2003ds : * 
geneseqn2004as : * 
geneseqn2004bs : * 
geneseqn2005s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB ID 



Description 



1 912 100.0 912 6 ABL54659 

2 912 100.0 9500 6 ABL54671 

3 504.2 55.3 349980 5 AAH68528 



Abl54659 Corynebac 
Abl54671 Corynebac 
Aah6852 8 C glutami 
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GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: March 15, 2006, 22:16:24 



Search time 1455 Seconds 

(without alignments) 

5183.280 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-694-779-9 
912 

1 atgtgcgacggagtccgtag cacttcacgcagactcgcac 912 



Scoring table: I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 9793542 seqs, 4134689005 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



19587084 



Post-processing: 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Database 



Published_Applications_NA_Main: * 

1: /cgn2_6/ptodata/l/pubpna/US07_PUBCOMB.seq: * 

2 : /cgn2_6/ptodata/l/pubpna/US08_PUBCOMB . seq : * 

3 : /cgn2_6/ptodata/l/pubpna/US09A_PUBCOMB . seq : 

4 : /cgn2_6/ptodata/l/pubpna/US09B_PUBCOMB . seq : 

5 : /cgn2_6/ptodata/l/pubpna/US10A_PUBCOMB . seq : 

6 : /cgn2_6/ptodata/l/pubpna/US10B_PUBCOMB . seq : 

7 : /cgn2_6/ptodata/l/pubpna/US10C_PUBCOMB. seq: 

8 : /cgn2_6/ptodata/l/pubpna/US10D_PUBCOMB. seq: 

9: /cgn2_6/ptodata/l/pubpna/US10E_PUBCOMB. seq: 

10 : /cgn2_6/ptodata/l/pubpna/USll_PUBCOMB . seq : 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



> . 


Score 


Match Length 


DB 


ID 


Description 


1 


912 


100.0 


912 


3 


US-09-901-884-9 


Sequence 9, Appli 


2 


912 


100.0 


912 


8 


US-10-694-779-9 


Sequence 9, Appli 


3 


912 


100.0 


9500 


3 


US-09-901-884-21 


Sequence 21, Appl 


4 


912 


100.0 


9500 


8 


US-10-694-779-21 


Sequence 21, Appl 


5 


504.2 


55.3 


3309400 


3 


US-09-738-626-1 


Sequence 1, Appli 


6 


488.2 


53.5 


933 


8 


US-10-781-014-755 


Sequence 755, App 


7 


456.2 


50.0 


862 


8 


US-10-781-014-757 


Sequence 757, App 





Q 

o 


454 


ft y 


p 


QA ft 
y*± sj 


7 


uo 


l n - 

1U 


9 ft9 - 

z oz - 


i 99 a - 1 7 a qi 


Sequence 


17491, A 




Q 


A A 7 

ft ft ,3 


> o 


ft O 


fi 


fti n 

Oil/ 


*3 


TTQ- 




7"* ft - 
/JO 


fi9fi-1 77fi 
O Z O 1 j ju 


Sequence 


1336 


, Ap 




1U 


1 1Q 
117 


A 
. ft 


1 "5 
1 J 


1 

> 1 


ft n7 


fi 


TTQ - 
UO 


i n - 

1U 


1 c: fi _ 

1DO 


7fi1 -9ft7A 
/OI ZO / ft 


Sequence 


2874 


, Ap 




1 1 


1 1Q 
117 


A 
. ft 


1 *5 
1 J 


. 1 


1Z3 / ft O 


fi 
o 


TTC - 
Uo 


in, 

iu- 


1 Rfi - 

loo- 


Tfil -1 R1 ft9 
/OllDlUZ 


Sequence 


15102, A 


c 


lz 


1 1 Q 
X X -7 


A 
• *± 


1 J 


. 1 


Qfi9 £fin ft 


fi 

o 


TTQ 
UO 


- 1 n 
1 u 


.ICC 
ID O 


-7fi1 - 1 
/Oil 


Sequence 1, 


Appli 


c 


1 "5 


lift 
X X o 


ft 
• O 


1 1 
IJ 


n 


99 Rfifi4fi 
Z Z D D Oft O 


7 
/ 


TTC! 
UO 


-in 
1 u 


- A7ft 
ft / U 


_ C fiC _ 1 

D O O 1 


Sequence 1, 


Appli 




1 A 
Xft 


48 


.4 


c 


• j 


o *r J 


fi 

D 


TTQ - 


X VJ 


J O ^/ 


A q^ - 7 RA A 7 

ft J7 J J Jft ft J 


Seenience 


35443, A 




1 ^ 


48 


.4 


c 
D 


•a 
. j 


779 
/ o z 


fi 


TTQ- 
uo 


1(1- 

X u 




*± _7 J J / ?U J 


Rpnnipnre 


37965, A 




1 fi 


48 


.4 




7 


779 


fi 


tjs - 


10 - 


j \j j 


493 -38459 


fiprni price 


38459, A 




i 7 
x / 


48 


.4 


C 


*1 
. J 


779 


fi 


TTQ- 
uo 


i n - 

X \J 


J o ^ 


Aq^-7ftfii 9 




38612, A 




1 ft 


48 


.4 


c 


• J 


R4 9 

O *± J7 


7 


uo 


If). 

X V 


9ft9 - 

A O A 


1 99A-1 ^ins 




13308, A 




x ? 


47 


.2 


C 

-J 


9 


ft A Q 

O *± -7 


7 


TTQ- 
u o 


i n - 

X u 


9 ft 9 - 
z o ^ 


1 99 A-1 7ftft7 




13883, A 




9 n 
z u 


44 


.6 


ft 


q 
• y 


ftfi4 

O Of* 


o 


TTQ - 
uo 


If). 

X \J 


49 R - 

ft Z j 


lie _Cfi97n 

X X 3 J06 f U 




56270, A 




9 1 
Z 1 


43 


ft 


7 


fl7 Q 

O / 27 


7 


TTQ- 
uo 


i n - 

lv 


9 R9 - 
Z O Z 


1 99 A- 1 R9 fi9 

XZZM.— XOZOZ 


Secnience 


15262, A 




z z 


42 


.6 


ft 


•7 
. / 


11DU 




TTQ - 
UO 


1ft. 
1U 


19 7- 
1Z J — 


i e - 9 "5 A 
13 O Z J ft 




234, 


App 




0 7 
Z J 


42 


.6 


ft 


•7 

. / 


1 1 fin 

llOU 


fi 
O 


TTQ- 

uo 


i n - 
x u 


1 Afi - 
1ft O 


771 -9 7 A 
/ J 1 — Z ,5 ft 


Secmence 


234, 


App 




Z ft 


42 


.6 


ft 


7 


1 1 fin 

11DU 


fi 


TTQ- 

uo 


i n - 

1U 


i An - 

Xft u 


A79 -9 7 A 
ft / Z Z J ft 


Qpmipnnp 


234, 


App 




9 R 
Z O 


42 


.6 


A 
ft 


7 


1 1 fin 

11DU 


fi 


TTQ- 
UO 


i n - 

lu 


1 A 1 - 

Xft X 


7fi1 -9 7 A 

/ O X Z J ft 




234, 


App 




9 fi 
z o 


42 


.6 


A 


7 


1 1 fin 

X X o u 


fi 


TTQ - 
uo 


in. 
x u 


1 A9 - 
X *± z, 


ft ft ^ -9 74. 




234, 


App 




9 7 
z / 


42 


.6 


A 


7 


1 1 fin 

X X D U 


fi 


TTQ - 
u o 


10- 

X 


ICR- 
X o o 


7qn -9 74 


Q ^ m i a n r* ^ 
ocyuciiuc 


234, 


App 




9 ft 
z o 


42 


.6 


A 

ft 


7 


1 1 fin 

llOU 


fi 
o 


TTQ _ 
UO 


i n - 

X U 


177- 
l j / 


ft71 -9 74 
o / X Z J ft 


Cprri lpripp 
OCvjUCllUC 


234, 


App 




9 9 
^ y 


42 


.6 


A 


7 
• / 


1 1 fin 


fi 


TTQ- 
uo 


10- 

X w 


140- 

X "x W 


997-974 

Z> £i 3 £t j *a 


Qpmipnr'p 


234, 


App 




7 n 


42 


.6 


A 
*t 


7 


1 1 fin 


fi 


TTQ- 
u o 


i n - 

X u 


1 A 1 - 
Xft X 


7 Rfi -9 74 

/JO Z J ft 


fipmiPTifP 


234, 


App 




7 1 

J X 


42 


.6 


A 
ft 


7 


1 1 fi n 

llOU 


fi 
o 


TTQ- 
uo 


1 o - 

1U" 


1/1 _ 
Xft x - 


7^Q-9 74 
/ O 27 - Z J ft 




234, 


App 




J z 


42 


.6 


ft 


7 


i i fin 

11DU 


fi 
o 


TTQ - 
Uo 


iu - 


1 A ft - 
1ft U 


ftne -9 7 A 
O U D - Z J ft 




234, 


App 




1 7 


42 


.6 


ft 


7 


l lb u 


c 
o 


TTC - 

Uo 


1 ft _ 
1U 


1 A ft - 
Ifi U - 


ft fi A _ O O A 
OOfi -Z Jfi 


Secruence 


234, 


App 






40 


.2 


A 
ft 


A 
. ft 


ft A Q 
Oft 7 


7 


TTC - 
Uo 


1 ft _ 
1U 


z oz - 


199a_111fi9 
lZZ/\-1110Z 


Sequence 


11182, A 


c 


J D 


40 


ft 


. ft 


fi ft n 


O 
O 


TTC - 
UO 


1ft- 
1U~ 


fi c; "i _ 


nA*7_1 99fi 
Ufi / - 1Z Z O 


Sequence 


1226 


, Ap 


c 


7 fi 
3 O 


38 


.6 


A 
ft 


9 
. Z 


A 7 ft 
ft o o 


o 


TTC - 
UO 


10- 


fi7 A - 
O / ft - 


i OAa.i i on7 

IZftH" 11UU / 


Sequence 


11007, A 


c 


7 9 


38 


.4 


ft 


7 
. Z 


a ft q 7 

ft u O J 


7 

/ 


TTC - 
UO 


1ft- 
1U 


A 7 7 - 
ft J / - 


Ofi7-ft7977 

yoo oozo / 


Sequence 


83237, A 




7 ft 




38 


A 


9 


fi97 

D J J 


7 


TTQ- 
uo 


10- 

X \J 


9 R9 - 


1 99A-1 7Rnfi 


Sequence 


13506, A 




39 


37 


.8 


4 




726 


6 


TJS- 


10- 


369- 


493-42851 


Sequence 


42851, A 


c 


40 


37 


.8 


4 


.1 


745 


7 


us- 


10- 


437- 


963-83233 


Sequence 


83233, A 


c 


41 


37 


.6 


4 


.1 


529 


8 


us- 


10- 


425- 


115-115884 


Sequence 


115884, 




42 


37 


.4 


4 


.1 


2042 


7 


us- 


10- 


437- 


963-1603 


Sequence 


1603 


, Ap 




43 




37 


4 


.1 


696 


7 


us- 


10- 


282- 


122A-13625 


Sequence 


13625, A 


c 


44 


36 


.6 


4 


.0 


594 


5 


us- 


10- 


123- 


155-10 


Sequence 


10, 


Appl 


c 


45 


36 


.6 


4 


.0 


594 


6 


us- 


10- 


146- 


731-10 


Sequence 


10, 


Appl 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: March 15, 2006, 22:58:26 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Search time 3731 Seconds 

(without alignments) 

11436.564 Million cell updates/sec 



US-10-694-779-9 
912 

1 atgtgcgacggagtccgtag cacttcacgcagactcgcac 912 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



82156650 



Searched: 41078325 seqs, 23393541228 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : EST: * 

1: gb_estl:* 
2: gb_est2:* 
3: gb_est3:* 
4 : gb_htc : * 
5: gb_est4:* 
6: gb_est5:* 
7 : gb_est6 : * 
8 : gb_est7 : * 
9: gb__gssl:* 
10: gb_gss2:* 
11: gb_gss3:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



March 17, 2006, 09:15:55 ; Search time 4968 Seconds 

( wi t hou t a 1 ignment s ) 
12744.481 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-694-779-21 
9500 

1 acctcgtatgggcagtaatt acgggcaacgcgtccgcggg 9500 



Scoring table: 



I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



4996997 seqs, 3332346308 residues 



Total number of hits satisfying chosen parameters: 



9993994 



Minimum DB seq length: 
Maximum DB seq length: 



2000000000 



Post-processing : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Database 



N_Geneseq_21 : * 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 



geneseqnl980s : * 
geneseqnl990s : * 
geneseqn2000s : * 
geneseqn2001as : * 
geneseqn2001bs : * 
geneseqn2 002as : * 
geneseqn2002bs : * 
geneseqn2003as : * 
geneseqn2003bs : * 
geneseqn2003cs : * 
geneseqn2003ds : * 
geneseqn2004as : * 
geneseqn2004bs : * 
geneseqn2005s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



Result 
No. 



Score 



% 

Query 

Match Length DB 



SUMMARIES 



ID 



Description 



1 9500 

2 4227.4 

3 1749.2 



100.0 9500 6 
44.5 349980 5 
18.4 110000 4 
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GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: March 17, 2006, 19:30:20 



Search time 4417 Seconds 
(without alignments) 
17785.622 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-694-779-21 
9500 

1 acctcgtatgggcagtaatt . 



. acgggcaacgcgtccgcggg 9500 



Scoring table: I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



9793542 seqs, 4134689005 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



19587084 



Database 



Published_Applications_NA__Main: * 

1: /cgn2_6/ptodata/l/pubpna/US07_PUBCOMB.seq: * 

2 : /cgn2_6/ptodata/l/pubpna/US08_PUBCOMB.seq: * 

3 : /cgn2_6/ptodata/l/pubpna/US09A_PUBCOMB . seq: 

4 : /cgn2_6/ptodata/l/pubpna/US09B_PUBCOMB.seq: 

5: / cgn2 _6 / p t oda t a / 1 / pubpna / US 1 0 A__PUB COMB .seq: 

6 : /cgn2_6/ptodata/l/pubpna/US10B_PUBCOMB . seq : 

7 : /cgn2_6/ptodata/l/pubpna/US10C_PUBCOMB . seq : 

8 : /cgn2_6/ptodata/l/pubpna/US10D_PUBCOMB . seq: 

9 : /cgn2_6/ptodata/l/pubpna/US10E_PUBCOMB . seq : 

10 : /cgn2_6/ptodata/l/pubpna/USll_PUBCOMB . seq : 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



Result 
No. 



Score 



% 

Query 

Match Length DB 



SUMMARIES 



ID 



Description 



c 
c 



1 9500 

2 9500 

3 4227.4 

4 1667.2 

5 1665.2 

6 1665.2 

7 1638 



100.0 9500 3 

100.0 9500 8 

44.5 3309400 3 

17.5 2256646 7 

17.5 125746 6 



US-09-901-884-21 
US-10-694-779-21 
US-09-738-626-1 
US-10-470-565-1 
US-10-156-761-15102 



17.5 9025608 6 US-10-156-761-1 



17.2 



1638 3 US-09-901-884-13 



Sequence 21, Appl 

Sequence 21, Appl 

Sequence 1, Appli 

Sequence 1, Appli 

Sequence 15102, A 

Sequence 1, Appli 

Sequence 13, Appl 
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p 
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4 O X D 


D 
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p 
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1 A 1 7 
Xft X J 


D 
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77 
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/ J X . *t 


7 


Q 
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-a 
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UO U y U /U 27Z / M. ZXO 


oequencc 


9 1 C Ann 
ZXO/ App 




7 ft 


7 7 Q 9 


7 


p 


1 ^ ft 7 
X D O / 


D 


TTC -1 ft_1 CC.TCI _9P7ft 

uo-xuxoo /oxzo/u 


oequence 


7 Q 7 ft 7\r» 
Z o / U , Ap 




39 


732 . 8 


7 


. 7 


1677 


7 


TTS -10-989-199A-97674 


C o m ipnrp 


97fi74 A 


C 


40 


720 


7 


.6 


2731748 


7 


US-10-297-465A-1 


Sequence 


i 1, Appli 




41 


708.8 


7 


.5 


1434 


6 


US-10-156-761-2868 


Sequence 


2868, Ap 




42 


703.8 


7 


.4 


6901 


8 


US-10-857-625-130 


Sequence 


130, App 




43 


629 


6 


.6 


778 


8 


US-10-781-014-763 


Sequence 


763, App 




44 


603.8 


6 


.4 


1515 


6 


US-10-369-493-35121 


Sequence 


35121, A 




45 


594.6 


6 


.3 


1527 


6 


US-10-369-493-34379 


Sequence 


34379, A 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



March 17, 2006, 12:34:04 ; Search time 22063 Seconds 

(without alignments) 
20145.823 Million cell updates/sec 

US-10-694-779-21 
9500 

1 acctcgtatgggcagtaatt acgggcaacgcgtccgcggg 9500 

I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 41078325 seqs, 23393541228 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



82156650 



Post-processing: 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Database : EST:* 

1: gb_estl:* 
2 : gb_est2 : * 
3: gb_est3:* 
4 : gbjhtc : * 
5 : gb_est4 : * 
6 : gb_est5 : * 
7 : gb_est6 : * 
8 : gb_est7 : * 
9: gb_gssl:* 
10: gb_gss2:* 
11: gb_gss3:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



Result 
No. 



SUMMARIES 



Score 



% 

Query 

Match Length DB 



ID 



Description 



1 


538.6 


5.7 


1613 


4 


CNS0EQFJ 


CR636937 


2 


529.6 


5.6 


2076 


4 


AY849656 


AY849656 


3 


529.4 


5.6 


2196 


4 


AK043 976 


AK043976 


4 


529.4 


5.6 


2197 


4 


AK076572 


AK076572 


5 


527.2 


5.5 


1821 


4 


CNS0EPRY 


CR636088 


6 


526.2 


5.5 


1847 


4 


BC020417 


BC020417 



Tetraodon 
Magnaport 
Mus muscu 
Mus muscu 
Tetraodon 
Mus muscu 



«"7 


513 


c 

D . 


4 


1 O 1 A 

iy 10 


A 

4 


r'O QC1 n*> Q 
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CD Q £ 1 flOQ 
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Q 
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mo 
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C 
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A 
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Q 

y 
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D . 


4 
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1 Oo4 
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L.JM Z 1 U O O D 


LJNZ lUoOD 
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r*D C O A 1 c c 
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Tetraodon 
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CR625663 


full-leng 
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GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 



March 15, 2006, 22:49:07 



US-10-694-779-9 
912 

1 atgtgcgacggagtccgtag. 



Search time 4713 Seconds 

(without alignments) 

10999.624 Million cell updates/sec 



.cacttcacgcagactcgcac 912 



Scoring table: I DENT I TY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 5883141 seqs, 28421725653 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 4 5 summaries 



11766282 



Database : 



GenEmbl : * 
1 : gb_ba : * 
gb_in : * 
gb_env : * 
gb_om : * 
gb_ov : * 
gb_j>at : * 
gb_ph : * 
gb_pr : * 
gb_ro : * 
gb_sts : * 
gb_sy : * 
gb_un : * 
gb_vi : * 
gb_htg : * 
gb_pl : * 



2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 



1 


912 


100 


.0 


912 


6 


BD133255 




2 


912 


100 


.0 


9500 


6 


BD133267 




3 


504 .2 


55 


.3 


8394 


1 


AB046112 




4 


504 .2 


55 


.3 


110000 


1 


BA000036_ 


12 


5 


504.2 


55 


.3 


349459 


1 


BX927151" 




6 


504.2 


55 


.3 


349980 


6 


AX127147 




7 


502 .6 


55 


.1 


8001 


1 


AB048368 




8 


499.2 


54 


.7 


110000 


1 


BA000035 


_13 


9 


488 .2 


53 


.5 


933 


6 


AX065629" 




10 


456.2 


50 


.0 


862 


6 


AX065631 




11 


4 54 


49 


.8 


347625 


1 


BX248356 




12 


443.6 


48 


.6 


810 


6 


BD163537 




13 


443 .6 


48 


.6 


810 


6 


AX121420 




14 


435 


47 


.7 


110000 


1 


CR931997 15 


15 


288.6 


31 


.6 


110000 


1 


AP006618_11 


16 


190.8 


20 


.9 


110000 


1 


AE016822 06 


17 


190.8 


20 


.9 


110000 


1 


AE016822 


07 



BD133255 FOFl-ATPa 
BD133267 FOFl-ATPa 
AB046112 Corynebac 
Continuation (13 o 
BX927151 Corynebac 
AX127147 Sequence 
AB048368 Brevibact 
Continuation (14 o 
AX065629 Sequence 
AX065631 Sequence 
BX24 8356 Corynebac 
BD163537 Novel pol 
AX121420 Sequence 
Continuation (16 o 
Continuation (12 o 
Continuation (7 of 
Continuation (8 of 





18 


134 


.6 


14 


.8 


299050 


1 


BX251411 


BX251411 Tropherym 


c 


19 


134 


.6 


14 , 


.8 


302529 


1 


AE016851 


AE016851 Tropherym 




20 


134 


.2 


14. 


.7 


8560 


1 


SLATPSYNA 


Z22606 S.lividans 




21 


134 


.2 


14 


,7 


300100 


1 


SC0939123 


AL939123 Streptomy 




22 


127 


.4 


14. 


.0 


7760 


1 


AY702091 


AY702091 Nonomurae 


c 


23 


120 


.6 


13 


.2 


8323 


1 


AY488175 


AY488175 Bifidobac 


c 


24 


119 


.4 


13, 


.1 


110000 


1 


BA000030_35 


Continuation (36 o 


c 


25 


118 


.8 


13 


.0 


110000 


1 


AE014295_12 


Continuation (13 o 


c 


26 


118 


.8 


13 


.0 


349980 


6 


AX492782 


AX4 92782 Sequence 


c 


27 


118 


.8 


13 


.0 


349980 


6 


AX553949 


AX553949 Sequence 


c 


28 


102 


11, 


.2 


110000 


1 


CP000088_28 


Continuation (29 o 




29 


95 


10 


.4 


8358 


1 


AY4 88174 


AY488174 Bifidobac 




30 


71 


.2 


7 


.8 


110000 


1 


BA000012_61 


Continuation (62 o 




31 


60 


6 


.6 


7218 


6 


166494 


166494 Sequence 14 




32 


59 


.2 


6 


.5 


2220 


1 


AF054609 


AF054609 Brucella 


c 


33 


59 


.2 


6 


.5 


12028 


1 


AE009590 


AE009590 Brucella 




34 


59 


.2 


6 


.5 


110000 


1 


AE014291_03 


Continuation (4 of 




35 


59 


.2 


6 


.5 


110000 


1 


AE017223_04 


Continuation (5 of 


c 


36 


55 


.6 


6 


.1 


11283 


1 


AE005710 


AE005710 Caulobact 




37 


51 


.6 


5 


.7 


31495 


1 


BJU33883 


U33883 Bradyrhizob 


c 


38 


51 


.6 


5 


.7 


110000 


1 


BA000040_12 


Continuation (13 o 


c 


39 


51 


.6 


5, 


.7 


110000 


1 


BA000040_13 


Continuation (14 o 




40 


50 


.8 


5 


.6 


843 


6 


AR621598 


AR621598 Sequence 


c 


41 


50 


.8 


5 


.6 


1394 


6 


AR618970 


AR618970 Sequence 




42 


48 


.8 


5 


,4 


4364 


6 


CQ363872 


CQ363872 Sequence 


c 


43 


48 


.8 


5 , 


.4 


110000 


1 


AE017283_13 


Continuation (14 o 




44 


48 


.4 


5 


.3 


12152 


1 


AE009040 


AE00904 0 Agrobacte 




45 


48 


.4 


5, 


.3 


12164 


1 


AE008006 


AE008006 Agrobacte 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



March 15, 2006, 05:51:17 ; Search time 370 Seconds 

(without alignments) 
4381.449 Million cell updates/sec 

US-10-694-779-9 
912 

1 atgtgcgacggagtccgtag cacttcacgcagactcgcac 912 



2606114 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 1303057 seqs, 888780828 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/l_COMB. seq: * 

2 : /cgn2_6/ptodata/l/ina/5_COMB. seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB.seq:* 

4 : /cgn2_6/ptodata/l/ina/6B_COMB. seq: * 

5 : /cgn2_6/ptodata/l/ina/H_COMB . seq : * 

6 : /cgn2_6/ptodata/l/ina/PCTUS_C0MB . seq : * 

7 : /cgn2_6/ptodata/l/ina/PP_COMB. seq: * 

8 : /cgn2_6/ptodata/l/ina/RE_COMB. seq: * 

9 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 





No. 


Score 


Match Length DB 


ID 








Description 




1 


60 


6.6 


7218 


2 


US- 


08 


-232 


-463-14 


Sequence 14 , Appl 




2 


50.8 


5.6 


843 


3 


US- 


09 


-902 


-540-2999 


Sequence 2 999, Ap 


c 


3 


50.8 


5.6 


1394 


3 


US- 


09 


-902 


-540-365 


Sequence 365, App 




4 


44.6 


4.9 


1703 


3 


US- 


09 


-370 


-253-9 


Sequence 9, Appli 


c 


5 


40 


4.4 


680 


3 


US- 


09 


-533 


-559-1226 


Sequence 122 6, Ap 


c 


6 


39 


4.3 


1581 


3 


US- 


09 


-936 


-145-15 


Sequence 15, Appl 




7 


37 .8 


4.1 


702 


3 


US- 


09 


-902 


-540-7194 


Sequence 7194, Ap 


c 


8 


37.8 


4.1 


6430 


3 


US- 


09 


-902 


-540-669 


Sequence 669, App 




9 


37 


4.1 


663 


3 


US- 


09 


-489 


-039A-353 


Sequence 353, App 





1 0 

X \J 


56 


• VJ 


4 


. 0 


1865 


3 


us - 


09 


-370 


-253-5 


Secruence 


5 Ann 1 i 




11 


35 


. 6 


3 


. 9 


1656 


3 


us - 


09 


-902 


-540-6804 


Secruence 


6804 An 




1 2 

X £* 


j j 


• o 




Q 

• 


3487 


3 


us - 


09 


-902 


-540-561 


G VJ^ UCllwC 


561 Ann 


/~> 


X J 




35 


3 


. 8 


1083 


3 


us - 


09 


-252 


- 991A-1074 




1074, Ap 








35 


3 


. 8 


1372 


3 


us - 


09 


-270 


-767-13796 




13796, A 




15 




35 


3 


. 8 


1692 


3 


us - 


09 


-252 


-991A-978 




978. Add 




X w 




35 


3 


. 8 


183 6 


3 


us - 


09 


-252 


-991A-1026 




1026 Ad 






54 


• o 




Q 
• O 


747 


-a 


TTC5 _ 


09 


-2 52 


- 991 A- 1 4 1 OR 




14108 A 




18 


34 


. 8 


3 


. 8 


1035 


3 


us - 


09 


-252 


- 991 A-1 4017 




14017, A 




1 9 


54 


8 


-j 


. 8 


1365 




US- 

VJ kJ 


09 


-252 


- 991A-14122 


^pmipnrp 


14122, A 




20 


34 


. 8 


3 


. 8 


1574 


3 


us- 


09 


-902 


-540-2466 

J~ u d ^ VJ VJ 




2466 Ad 




21 


34 


. 8 


3 


. 8 


2019 


3 


us - 


09 


-063 


-950-3 


Secni price 


5 Annl i 




22 


34 


. 8 


3 


. 8 


2555 


3 


us- 


09 


-866 


-028-68 


Seem en ce 


68 AddI 




23 


34 


. 8 


3 


. 8 


2555 


3 


us- 


09 


-944 


-457-68 


Secmence 


68 AddI 




24 


34 


. 8 


3 


. 8 


2555 


3 


us- 


09 


-945 


-584-68 


Secmence 

li/V>U UV<11V« V— 


68 Annl 




25 


34 


. 8 


3 


. 8 


2555 


3 


US- 


09 


-944 


-944 -68 


Secfupnrp 


68 Annl 




26 


34 


, 8 


3 


. 8 


2555 


3 


us - 


09 


-945 


-587-68 


Spmipnrp 

^J>GVJ|Vi.C-XXv^G 


68 Annl 




27 


34 


. 8 


3 


. 8 


2768 


-j 
-> 


US- 


09 


-991 

J J -L 


-181-51 

x o x jx 




51 Annl 

JX / /-VLJUJX 




28 


54 


0 
• o 


j 


a 

• o 


2768 


-j 


w o 


09 


-990 
^ j \j 


-444 -51 




51 Annl 




29 


34 


. 8 


3 


. 8 


2768 


3 


us - 


09 


-997 


-333-51 


Qprriipnpp 


51 Annl 

jx f i-i lj ky x 




30 


34 


.8 


3 


. 8 


2768 


3 


us - 


09 


-992 


-598-51 


flpmipnrp 


5 1 Ann 1 




31 


34 


.8 


3 


. 8 


2852 


3 


us - 


09 


-063 


-950-1 


C fa fri lpnrp 


1 Ann! i 
x, Appn 


Q 


32 


34 


. 8 


3 


. 8 


14077 


3 


us - 


09 


-902 


-54 0 - 1109 


OCUUCllv<C 


110 9 An 




33 


34 


.4 


3 


. 8 


505 


3 


TTC _ 


09 


-621 

\J £t JL 


-976-1 5659 


C o m l once 


1 5fi59 A 

XJO J? , 




34 


34 


.4 


3 


. 8 


219964 


3 


us - 


09 


-949 


-016-15086 


^pfniPTirp 


15086 A 




35 




34 


3 


. 7 


1080 


3 


US- 


09 


-875 


-076-27 




27 Annl 




36 


34 


3 


. 7 


3626 


3 


US- 


09 


-620 


-312D-93 


fipmipripp 


95 Ann! 


Q 


37 


33 


.8 


3 


. 7 


14807 


3 


US- 


09 


-902 


-540-1085 


.^pmiPTirp 


10 8 5 An 


Q 


38 


33 


.6 


3 


. 7 


525 


3 


US- 


09 


-252 


- 991A- 991 0 




991 0 An 


c 


39 


33 


.6 


3 


. 7 


723 


3 


US- 


09 


-252 


-991A-10004 


Secruence 

l— ' VvV^UV#ll\i>V# 


10004 A 




40 


33 


.6 


3 


.7 


744 


3 


us- 


09 


-252 


-991A-10165 


Sequence 


10165, A 




41 


33 


.6 


3 


.7 


870 


3 


us- 


09 


-252 


-991A-6993 


Sequence 


6993, Ap 




42 


33 


.6 


3 


.7 


1191 


3 


us- 


09 


-252 


-991A-7232 


Sequence 


7232, Ap 


C 


43 


33 


.6 


3 


.7 


1218 


3 


US- 


09 


-252 


-991A-7465 


Sequence 


7465, Ap 




44 


33 


.6 


3 


.7 


1248 


3 


us- 


09 


-252 


-991A-7180 


Sequence 


7180, Ap 




45 


33 


.6 


3 


.7 


1254 


3 


us- 


09 


-252 


-991A-10100 


Sequence 


10100, A 



GenCore version 5.1.7 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: March 16, 2006, 15:33:28 



Search time 434 Seconds 

(without alignments) 

4899.806 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-694-779-9 
912 

1 atgtgcgacggagtccgtag. 



. cacttcacgcagactcgcac 912 



Scoring table: I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 8023312 seqs, 1165852854 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



16046624 



Post-processing : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Database : Published_Applications_NA_New: * 

1 : /cgn2_6/ptodata/2/pubpna/US08_NEW_PUB. seq: * 

2 : /cgn2_6/ptodata/2/pubpna/US06_NEW_PUB.seq:* 

3 : /cgn2_6/ptodata/2/pubpna/US07_NEW_PUB . seq : * 

4 : /cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB. seq: * 

5 : /cgn2_6/ptodata/2/pubpna/US09_NEW_PUB . seq : * 

6 : /cgn2_6/ptodata/2/pubpna/US09_NEW_PUB . seql : * 

7 : /cgn2_6/ptodata/2/pubpna/US10_NEW_PUB . seq : * 

8 : /cgn2_6/ptodata/2/pubpna/US10_NEW_PUB . seql : * 

9 : /cgn2_6/ptodata/2/pubpna/USll_NEW_PUB . seq : * 

10 : /cgn2_6/ptodata/2/pubpna/USll_NEW_PUB . seq2 : * 

11 : /cgn2_6/ptodata/2/pubpna/USll_NEW_PUB . seq3 : * 

12 : /cgn2_6/ptodata/2/pubpna/USll_NEW_PUB . seq4 : * 

13 : /cgn2_6/ptodata/2/pubpna/US60_NEW_PUB . seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 



1 


36 


.4 


4 


.0 


1536 


9 US-11-096-568A- 


22147 


Sequence 22147, 


A 


2 


36 


.4 


4 


.0 


1791 


9 US-11-096-568A- 


18969 


Sequence 18969, 


A 


3 


36 


.2 


4 


.0 


1792 


9 US-11-096-568A- 


23390 


Sequence 23 3 90, 


A 


4 


35 


.8 


3 


.9 


1400 


12 US-11-136-527- 


7196 


Sequence 7196, 


Ap 



« 





c 
D 


o c 

Jb 


o 

. O 


3 


.9 


1 O A C 

1 /4b 


1 O 

lz 


TIP IT IOC CO*7 "3inA 

Ub -XX-XJb-bz /-J1U0 


Sequence 3100, Ap 


c 


b 


ob 


. z 


3 


.9 


C O A 

bz4 


Q 

o 


TTC TA ACH CC1 CD/1 

Uo-lU-4b / -bb / -bo41 


bequence bo4x, Ap 


c 


7 


J b 


o 
. z 


3 


.9 


C9 A 

bZ4 


Q 

o 


Uo-iu-^b /-bb / /4ol 


bequence /4ox, Ap 




o 
O 


9 A 


o 
. O 


3 


.8 


Z / DO 


7 


TTC -1 A-AC1_7A7_1 C 
UoXUUbJ /UJ ID 


bequence id, Appx 




A 

y 


34 


.8 


3 


.8 


O O C Q 

z /bo 


Q 

y 


TTO TT 1AO "IOC 1C 

Uo-xx-xuj-xyb-ib 


Sequence 15, Appl 




i a 

1U 


34 


.8 


3.8 


9 7 C Q 
Z / DO 


1 9 

lz 


TTC- 11 1A9-9AA-1C. 
UO~ll-lUZ-z4U-lb 


bequence id , Appx 


c 


1 X 


34 


.2 


o 


o 
. o 


d y y 


1 9 
1Z 


TTC 11 19Q ACT OQ1 0 

Uo-ll-lzo-Ubl-oyjj 


C? Afrt 1 AM « ^ O O O O 7\ 1^ 

bequence j^jj, Ap 


c 


1 9 

xz 


34 


.2 


o 

J 


. o 


CQQ 

b y y 


1 9 
1Z 


TTC 11 19Q A A Q "IQI O 

uo-ii-izo _ U4y-jyjD 


bequence j^jj, Ap 


c 


1 O 


34 


.2 


O 
J 


Q 
> O 


ooO 


lz 


TTC* "IT TOO rt^l OCtT 

Ub- 11- lz o-061-zyi 


Sequence 291, App 


c 


i /i 
14 


34 


.2 


O 


Q 
. O 


r o n 

680 


12 


US- 11- 12 8-049-2 91 


Sequence 291, App 




1 C 
15 


34 


•a 


7 


/- o tr 

635 


6 


US- 09- 925 -065A-37 710 


Sequence 37710, A 


c 


1 C 

lb 


33 


.8 


■3 


7 


114 b 


/ 


TTC 1A OOO IOTA OOOO 

Uo-lU-yjz- XozA-z jzo 


bequence zJzo, Ap 


c 


1 O 
1 / 


33 


.8 


O 
-3 


7 


1 "1 A C 

114b 


/ 


TTC? T A OOO TO**>7V OOOO 

Uo-XO-yjz - lozA-z j2o 


Sequence 2328, Ap 




lo 


33 


.6 


O 
J 


7 


Q1 Q 

o lo 


11 


TTC 11 AQ9 1QQ 1QO 

ub-ii-uoz -joy-ioy 


Sequence 189, App 




1 Q 

xy 


33 


.6 


O 
■J 


. / 


4 lb 1 1 / 


Q 

o 


TTC? 1A OOC C C "1 TOOT/I 

Uo-10-yyb-bbl-l«3z /4 


Sequence 13274, A 


c 


9 a 
z u 


33 


.2 


o 
J 


C 
* D 


1 O Q C 

Xz yb 


y 


TTC? 11 AOC CCOA OOCIO 

Uo-ll-Oyb -bboA-zzblo 


Sequence 22518, A 




9 1 
Z X 


33 


■a 


• D 


con oo 
D Z X i?Z 


Q 

o 


TTC-1 ft-QQR-CCI _1 1011 

uo-xu-yyb-bbX-XozJX 


bequence xjzdx, a 


c 


9 9 

z z 


32 


.8 


o 


. D 


Z O / / 


"7 
/ 


TTC 1A 0*39 1Q9A 9CA1 

Uo-XU-yjz XozA- z b 0 X 


Sequence 2501, Ap 


c 


Z J 


32 


.8 


o 


C 
• D 


Z O / / 


7 

/ 


TTC _ 1 A_Q19_1 Q9Zi-.9C;A1 

Uo-xu-yjz - XozA- z b u x 


bequence zbox, Ap 




9 A 
z4 


32 


.6 




. o 


Xb 04 


/ 


TTC? 1A QT) 1007V CCD/ 

Uo-10-yjz - lozA-bbo4 


Sequence 5584, Ap 




9 C 
ZD 


32 


.6 


O 


c 

. D 


lb o4 


/ 


TTC 1A OOO 1QOA C C O A 

Uo-10-yjz -lozA-55o4 


Sequence 5584, Ap 




9 C 

zb 


32 


.4 


-3 


f. 
. D 


lb y i 


y 


TTC* 11 A A £T r <T O 7\ 1 O /I C O 

US-11-096-568A-18453 


Sequence 18453, A 


c 


9 9 
Z / 


32 


.4 


-J 


. D 


9 C A 1 

z b U 1 


ii 


TTC? 1 1 AT7 CCA *7 Q 

Ub-ll-U/ / - b b U - /y 


Sequence 79, Appl 


c 


9 Q 
Z O 


32 


.4 


O 
J 


(Z 
. D 


CCA 

zb o4 


11 


TTC? 11 AOO CCA 111 

Uo-11-0 / / -bbO-111 


Sequence 111, App 


c 


9 Q 

z y 


32 


.4 


O 
J 


c 
. O 


A £ C C 

4 b bb 


1 9 

lz 


TTC? 11 IOC COO OOAO 

Ub - 11 - 1.3 b-bz / ~ JoUy 


Sequence 33 09, Ap 




O U 


32 


.2 


o 


c 

. 3 


cm 
b JU 


b 


TTC? AO OOC A C C 7V OOCOOC 

Ub-uy-yzb-UbbA- oybz ib 


Sequence 895235, 






32 


.2 


o 


C 
. 3 


CIA 


b 


TTC AO Q9C flCCR Q1CACA 

ub-uy-yzb - ubbA- y ib4 b u 


Sequence 916450, 


c 


^9 
J z 


32 


J 


C 
• D 


9 1 a 


b 


TTC — A Q — QOC ftCCfi AQCOII 

Ub-uy-yzb- udda- 4 y b j 11 


bequence 4ybDXi, 


/-I 
(- 




32 


9 


C 

• 3 


z b u y 


Q 

y 


TTC_11_A99 CIO 1 OCC 

Ub-ii-u / z- biz-ijbb 


Sequence 1365, Ap 


c 




31 


.8 


3 


.5 


cm 
b u / 


1 9 

lz 


TTC 11 AC9 CC/S CQQ 

Ub-ll-Ubz-bb4A-byy 


Sequence 699, App 




J D 


31 


.8 


3 


.5 


f o o 
bz z 


T 9 

Xz 


TTC 11 IOC C 9 O OC9A 

Ub -11-lob-bz /-Jbz4 


Sequence 3624, Ap 


c 


9. £ 
J D 


31 


.8 


3 


.5 


£ 9 9 

b z z 


1 9 
XZ 


TTC - 1 1 11C COO 999A 

Ub-XX-Xjb-bz / - / / zU 


Sequence 7720, Ap 


c 


J / 


31 


.8 


3 


.5 


A A O £ 

4 Uz b 


T 9 

Xz 


TTC 11 1i4Q AAO 90 

Ub - X X - X4 y- UU J - z o 


Sequence 23, Appl 


c 


J 0 


31 


.8 


3 


.5 


A A "5 1 
44 J X 


1 9 

Xz 


TTC? 11 I/IO AAO O 

Ub-XX-X4y-U03- / 


Sequence 7, Appli 


c 


9. Q 


31 


.8 


3 


.5 


4 b j b 


1 9 

Xz 


TTC 11 1AO AAO O 

ub _ xx-x4y-uuo-y 


Sequence 9, Appli 


c 


40 


31 


. 8 


3 


.5 


4779 


12 


US-11-149-003-3 


Sequence 3, Appli 


c 


41 


31 


.8 


3 


.5 


4884 


12 


US-11-149-003-1 


Sequence 1, Appli 


c 


42 


31 


.8 


3 


.5 


5776 


12 


US-11-149-003-25 


Sequence 25, Appl 




43 


31 


.8 


3 


.5 


88421 


12 


US-11-205-109-1 


Sequence 1, Appli 




44 


31 


.8 


3 


.5 


172543 


12 


US-11-121-086-6 


Sequence 6, Appli 


c 


45 


31 


.6 


3 


.5 


576 


6 


US-09-925-065A-310255 


Sequence 310255, 



